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Leptospirra interrogans Q8F3Q1 Figure S1 . Circular dichroism spectroscopy was employed to ensure that the enzyme variants were folded properly. Enzyme samples (wild-type and variants) were diluted to 2 µM in 10 mM potassium phosphate (pH 7.5) and analyzed on a Jasco J-810 Spectropolarimeter (Instrument courtesy of Dr. Holly Ellis, Auburn, AL). Figure S2 . Plots of vi ( ) and vf ( ) vs L-leucine concentration for L79A, N83A, and Q84A MtIPMS. Solid lines are from fits to equation 4 and 5, respectively. Results of the fits are listed in Table 2 . Figure S3 . Representative sequence similarity network for the CC-like subgroup. The network is identical to the one shown in Figure 3 , except for coloring. Uncolored nodes represent sets of proteins which are not present in Swiss-Prot or which do not contain functional annotation in Swiss-Prot, likely representing proteins of unknown function. Conversely, if a representative node contains at least one sequence that is present in Swiss-Prot, and has a defined function annotation, then the node is colored according to the key. Figure S4 . Domain organization of the CC-like subgroup for representative sequences as defined by CD-HIT. Nodes colored cyan are predicted to contain both the DRE-TIM metallolyase superfamily catalytic domain (Pfam id: PF00682) and the LeuA dimer regulatory domain (Pfam id: PF08502). Nodes colored in green are predicted to contain only the DRE-TIM metallolyase superfamily catalytic domain. Uncolored nodes have different predicted domain structure or lack a prediction. Network parameters are identical to those described in Figure 3 . 
